Introduction
The aMAZE system is a workbench for the management, the annotation and the analysis of information on networks of biochemical pathways and cellular processes. This workbench is composed of a database, for the storage of the data, and an application, for the data management, the annotation and the analysis. In this poster we describe a WEB interface which allows interrogation of and navigation through the aMAZE relational database.
Some Details

The aMAZE model
The aMAZE data model ( [1] , [2] ) distinguishes between two fundamental classes of objects, BiochemicalEntity and Interaction. The first represents physical entities like Gene, Polypeptide, SpecificCompound (Substrates, Products). Interaction represents molecular activities, like Reaction and Expression (which are Interactions between BiochemicalEntities), and Transcriptional Regulation and EC Classification, representing enzymatic activities (which are Interactions between a BiochemicalEntity and another Interaction). A third important class in aMAZE is Process, which represents a collection of interconnected process elements. These elements consist either of individual interactions or of entire processes. Using this representation, graphs of biochemical pathways can be reconstructed by linking the interactions through their inputs and outputs.
The aMAZE DataBase
A prototype version of the aMAZE model has been implemented under the relational data model in the Oracle RDMS (Relational DataBase Model). It has been populated with a first limited set of data comprising 12689 Genes, 61249 Polypeptides, 10464 SpecificCompounds, 12830 Expressions, 5281 Reactions, 583 TranscriptionalRegulations, 5417 ReactionCatalysis, and 107 Processes.
A WEB interface
We are currently developing an application through which will be performed the management, annotation and analysis tasks. Interrogation of and navigation through the data are the basic analysis tasks to be performed with this application. We also developed in parallel a WEB interface to allow any user connected to the Internet to perform those basic operations without having to install the complete application. Fig 1 shows the entry page of this WEB interface. The boxes marked Gene, Polypeptide, Substrates, Products, Organism, Process are clickable and give access to a form for querying the corresponding objects by name (and by organism, when applicable) : the user can submit a string of characters and he will get a table with the list of objects which name matches that string are shown (wildcard characters can be used to perform partial matches). Clicking on a row of that list gives access to a page showing a detailed description of the object. In addition to direct attributes, to make navigation easier and faster, some information are collected from related objects and presented in this detailed view (e.g. for a given reaction, the reactions producing its substrate(s) and consuming its product(s) are listed; the detailed view of a gene shows the polypeptide it codes for). In a page showing a retrieved object, any information that corresponds to another object of the database is clickable allowing the navigation through 'maze' of the relations between the objects. For example, starting with a gene one can find the coded polypeptide, and, if this is an enzyme, the reaction it catalyzes; if that reaction belong to a biochemical pathway (a process), one can move to the other reactions of the pathway and back to the genes coding for the corresponding enzymes.
The implementation
The WEB interface has been developed under Zope [3] . Our choice of Zope has been motivated by the fact that its underlying script language is Python, which is very clean and widely used in bioinformatics, and has also a very good interface with Java. Java being the language used to develop our main application, we shall be able to ensure the interoperability between this application and the WEB interface described here. The look and feel of the site is provided by the Plone [4] package which is used for the Content Management. Both Zope and Plone which are free softwares
